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Introduction:
Andamanese is a native-population living in the Andaman Island, India. Andamanese 
and other “Negrito” populations in South-East Asia are phenotypically different from 
other Indian populations and resemble to African pygmies. Andamanese have been 
isolated with limited admixture with other populations. Thus they are a key population 
to study the dispersal of humans into South-East Asia. 
Material and Methods:
We have whole genome sequences (~15x) of 10 Andamanese individuals. We also 
sequenced 60 other Indian individuals from different populations to find the relations 
of Andamanese populations with Indians. 
Population
Geographical 
Region
Linguistic 
Affiliation
Social Category
No. of 
Individuals
Brahmin
(UBR)
North Indo-European Upper Caste 10
Rajput (RAJ) North Indo-European Middle Caste 10
Bengali (BEN) North Indo-European Lower Caste 1
Punjabi
(PUN)
North Indo-European Middle Caste 1
Vellalar
(VLR)
South Dravidian
Middle Caste 
(Dravidian)
9
Irula
(ILA)
South Dravidian Tribe 10
Birhor
(BIR)
Central Austro-Asiatic Tribe 9 
Onge
(ONG)
Andaman & 
Nicobar 
Islands
Unclassified Tribe 6
Jarawa
(JAR)
Andaman & 
Nicobar 
Islands
Unclassified Tribe 4
Riang (RIA) North-east Tibeto-Burman Tribe 10 
Results and Discussion: 
1. Single Out of Africa Origin: By using D-statistics and Treemix we found 
Andamanese shared a common ancestry with all other Out of African 
populations. We did not find any traces of first Out of Africa populations. MSMC 
analysis also support this hypothesis. 
2. Origin Shared between all Asians and Pacific populations: Treemix and D-
statistics analysis also point out Andamanese populations shared an origin with 
all other Asian (Indian, East-Asians) and Pacific (Papuan and Australian 
Aboriginals) populations. 
3. Unknown Hominin Population Admixture: D-statistics with the help of simulations 
we were able to show that Andamanese (also with Indian, Papuan and Australian 
Aboriginals) harbours an Unknown Hominin genome which is neither 
Neanderthal nor Denisova. Given the geographic and time overlap of these 
populations with Homo erectus, we hypothesize it might be caused by admixture 
with these populations. 
4. Selection: The phenotypic differences between Andamanese and other 
contemporary Asian populations is huge though they shared an origin. We found 
that these phenotypic differences mainly caused by selection acting on 
Andamanese, which showed a huge amount of positive selection signal in height 
and body structure related genes.  
Treemix analysis without any migrations 
MSMC analysis. Y axis showing Effective population size of 
respective populations, whereas X axis showing time in years 
ago from present.  
Model of out of Africa Asian gene flow. Conclusions drawn by 
different methods (i.e. D-statistics, Treemix and MSMC).
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